: maximum likelihood tree based on concatenated tRNA gene nucleotide sequences from tRNA gene clusters. In the right side, the tRNA isotype organisation (using the single letter amino acid code) is related with each tree branch. The gaps (-symbol) may not represent the actual distance between two adjacent tRNA genes, but the distance from the reference array. Each array group is depicted by the branch color. The green circles in the branches indicate bootstrap values ≥ 70. Ser 6 3 7 3 7 3 5 1 4 2 8 4 8 4 6 3 6 2 7 2 7 2 7 3 6 2 6 2 7 3 4 0 7 3 7 3 6 2 7 2 6 2 6 2 5 1 4 0 4 0 7 3 6 2 7 1 4 5 1 1
Arg 5 1 7 2 6 2 7 2 3 0 6 1 6 1 6 1 5 1 7 1 7 2 5 1 7 1 6 1 6 1 6 1 6 1 6 1 6 1 7 1 6 1 6 1 6 1 9 4 9 4 6 1 5 1 6 2 0 6 1 0 Leu 6 2 8 3 8 3 7 2 5 2 8 3 8 3 7 2 8 2 7 2 7 2 8 3 7 2 7 2 8 2 5 0 7 2 7 2 7 2 10 2 7 2 8 2 8 2 7 1 7 1 8 3 7 2 9 0 5 7 1 0 Phe 2 1 1 0 1 0 2 1 2 1 2 1 2 1 1 0 1 0 1 0 1 0 1 0 1 0 1 0 1 0 2 1 1 0 1 0 1 0 3 0 1 0 1 0 1 0 2 0 2 0 1 0 2 0 2 1 0 3 0 2 Asn 2 1 1 0 2 0 2 1 2 1 2 1 1 0 1 0 1 0 3 1 3 1 1 0 2 1 1 0 1 0 1 0 1 0 1 0 1 0 2 0 1 0 1 0 1 0 2 0 2 0 2 1 0 0 2 1 0 4 1 1 Lys 3 1 2 0 3 1 3 1 2 1 4 1 3 1 2 0 2 0 3 1 3 1 3 1 3 1 2 0 2 0 4 1 2 0 2 0 2 0 2 0 2 0 2 0 2 0 2 0 2 0 3 1 2 0 2 1 0 3 1 0 Asp 2 1 3 1 3 1 1 1 1 0 2 1 2 1 3 1 3 1 4 1 4 1 1 0 3 1 3 1 2 1 2 1 3 1 2 1 3 1 2 1 3 1 3 1 3 1 1 0 1 0 3 1 3 1 3 2 0 4 2 1 Glu 2 1 4 2 4 2 3 1 1 0 4 2 4 2 4 2 4 2 4 2 4 2 4 2 4 2 5 2 4 1 3 1 4 2 4 2 4 2 4 2 4 2 4 2 4 2 3 0 3 0 4 2 6 2 2 1 0 3 2 0 His 1 0 2 1 2 1 2 1 1 0 1 0 2 1 1 0 1 0 1 0 1 0 1 0 1 0 1 0 1 0 1 0 1 0 1 0 1 0 1 0 1 0 1 0 1 0 1 0 1 0 1 0 1 0 1 0 0 1 0 0
Gln 2 0 3 1 3 1 3 1 1 0 3 1 2 0 3 1 3 1 3 1 3 1 2 0 3 1 3 1 3 1 3 1 3 1 3 1 2 1 3 1 3 1 3 1 3 1 2 0 2 0 2 0 3 1 2 0 0 3 0 1 Ile 2 1 2 1 1 0 3 2 2 1 2 1 2 1 1 0 1 0 1 0 1 0 1 0 1 0 1 0 1 0 2 1 1 0 1 0 1 0 1 0 1 0 1 0 1 0 2 1 2 0 1 0 1 0 2 1 0 5 0 2 Met 2 0 3 1 3 1 3 1 2 0 3 1 5 2 3 1 3 1 3 0 3 0 2 0 2 0 3 1 5 1 3 0 3 1 3 1 3 1 3 1 3 1 3 1 3 1 4 1 4 1 2 0 2 1 4 1 0 4 1 1 Tyr 2 1 2 1 2 1 2 1 2 1 2 1 2 1 1 0 2 1 3 1 3 1 2 1 2 1 2 1 2 1 2 1 2 1 2 1 2 1 2 1 2 1 2 1 1 0 2 1 2 1 1 0 3 1 2 1 0 3 0 1 Cys 1 0 2 1 2 1 2 1 1 0 2 1 2 1 1 0 1 0 1 0 1 0 1 0 1 0 1 0 1 0 2 1 1 0 1 0 1 0 2 0 1 0 1 0 1 0 3 0 3 0 2 1 1 0 2 1 0 3 1 1 Trp 2 1 2 1 2 1 2 1 2 1 3 1 2 1 1 0 1 0 2 1 2 1 1 0 2 1 1 0 1 0 1 0 1 0 1 0 1 0 1 0 1 0 1 0 1 0 1 0 1 0 1 0 1 0 2 1 0 1 1 0 #G: number of genes coded by the whole genome; #C, number of genes coded by the tRNA gene cluster. The red labels indicate the putative proteins encoded within the tRNA gene clusters. Each diff column shows the GC content difference between the whole genome with the tRNA gene cluster region and the contig harboring the tRNA gene cluster, respectively. 
